time of sampling, the remaining 2 cheetahs (animals A and B), which were housed in a separate but conjoining area, had clinically recovered from their respiratory illness. To avoid the additional handling and sedation required for sample collection from the nondomesticated animals, park personnel decided not to collect samples from the recovered cats.
The nasal swab samples were processed according to a standardized procedure distributed by the United States Department of Agriculture National Veterinary Services Laboratory through the National Animal Health Laboratory Network. The protocol used was an approved deviation of the standard operating procedure used for testing swine in the United States. In brief, RNA was recovered by using the MagMAX Viral RNA Isolation Kit (Applied Biosystems, Austin, TX, USA) following the manufacturer's recommendations. Real-time reverse transcription PCR (qRT-PCR) individually targeting the infl uenza A matrix (M) gene and the neuraminidase (N1) gene were performed as described (2) . 428) and were conducted according to applicable laws and guidelines. Ferrets were observed daily, and temperature and weight measurements and nasal washes were obtained for analysis on day 0 and on postexposure days 3, 5, and 7. Weight measurements were performed until day 14.
In all 3 groups, viral shedding was detected on days 3 and 5, with the virus being cleared by day 7. The concentration of shed virus ranged from a 10 3.5 to a 10 6.3 tissue culture infectious doses for all 3 tested viruses; differences in the measured virus concentration were not statistically signifi cant (Figure) . Slight elevations in body temperature were detected in each group. The bodyweight per day for each ferret was analyzed as the percentage of the original weight; with all 3 viruses, the highest weight loss occurred within the fi rst 7 days after inoculation. Overall, the clinical and virologic course of infection did not differ substantially between infecting viruses (Table) .
Conclusions
The pandemic (H1N1) 2009 virus was recovered from a captive cheetah showing clinical signs compatible with infl uenza-like illness. Approximately 7 days before onset of clinical signs in 2 of the 4 affected cheetahs (animals C and D, the animals affected last), it was reported that an animal caregiver, who was not in direct contact with the cheetahs but who had contact with their food and environment, had infl uenza-like symptoms for 2 days before taking sick leave from work. Attempts to retrospectively confi rm the presence of the novel subtype H1N1 virus in this particular worker were not successful, as no specimens were obtained from the worker's primary care physician at the time or immediately following clinical illness. The 4 cheetahs recovered completely under veterinary care, and a convalescent-phase sample, which tested negative by PCR and virus isolation, was available for only 1 of the 2 earliest affected cheetahs (animal B).
Reverse zoonotic transmission by fomites from contact with an ill animal caregiver is the highly likely scenario for transmission within the cheetah's restricted environment. Whole-genome sequence analysis showed a single-pair mismatch and 100% amino acid identity between the virus isolated from the cheetah and the pandemic (H1N1) 2009 virus isolated from humans. In addition, the similar data generated from experimentally inoculated ferrets suggest direct transmission of the virus rather than an evolutionary event necessary for species adaptation. The pandemic infl uenza A (H1N1) virus has been shown to have a high replication rate and expanded tissue tropism pattern that differ from those for seasonal infl uenza viruses (4), which may help explain the observed interspecies transmission of the virus to the cheetah in the reported absence of direct human-animal contact. In the subsequent 2 years, naturally acquired disease has been reported in 10 domestic and wildlife animal species (5) 
